A detailed study of specimens from several regions of the distribution of Ochromolopis zagulajevi Budashkin & Sachkov, 1991 and O. ictella (Hübner, 1813) shows that O. ictella and O. zagulajevi are parapatric species with overlapping distribution in the Balkan Peninsula. Details of morphological and molecular differences as well as a distribution map with locations of the examined specimens are given.
Introduction
Ochromolopis Hübner, 1825 is one of the 1 1 described genera of Epermeniidae Spuler, 1910, a family currently comprising 188 species and distributed worldwide. It is the only family within the superfamily Epermenioidea Minet, 1983, which, according to Dugdale et al. (1998), shows indications of affinities with the alucitoid/pterophoroid assemblage, but the family placement has not received any support in recent molecular studies across all of Lepidoptera (Mutanen et al. 2010; Regier et al. 2013 ). The potential autapomorphies of Epermeniidae are the following: hind tibia with stiff bristles; forewing fringe with groups of lamellar scales; larval submentum with posterior protuberance; prothoracic prespiracular L group bisetose; pupa unspined, abdominal segments I-IV immovable, segment IX with characteristic paired lateral pits (Dugdale et al. 1998 ). The majority of species bear tufts or raised scales on the dorsum of forewings. Further characteristics are the loss of one of the apical forewing veins (M3 and Cul fused) and the widening of the ventral branch of anterior apophysae in females. The genus Ochromolopis currently comprises 1 1 species, with four of them distributed in the Palaearctic region, while the others have a Nearctic, Afrotropical and Oriental distribution.
We examined Ochromolopis ictella (Hübner, 1813) and O. zagulajevi Budashkin & Sachkov, 1991. The two species are closely related and not distinguishable superficially.
Only the genital morphology shows clear differences. A more detailed study was made to determine the variability within the two taxa not only by using the traditional methods of morphological investigation but also by means of molecular methods (DNA Barcoding) by the second author.
Material and methods
The examined material originates from numerous collections and was provided by museum curators as well as by private collectors. A list of examined material is given in the appendix.
Morphological methods
Genitalia of both sexes were dissected in order to study morphological variability. Phallus and valvae were removed from the genitalia capsule (uncus-tegumen-vinculum with saccus) during dissection. The ring-shaped connection of tegumen-vinculum was not cut laterally but kept intact. Drawings (all at the same scale) were made from genitalia of the two taxa and their variation was compared.
Molecular methods
For the molecular investigation of relationships between Ochromolopis ictella and O. zagulajevi we analysed the Barcode fragment of the mitochondrial COI gene. In order to obtain a high quantity of DNA, we performed the DNA extraction on the abdomen of dried specimens, followed by genital dissection from the macerated abdomen, as suggested by Knölke et al. (2005) . DNA was extracted using the Macherey-Nagel NucleoSpin Tissue kit according to the manufacturer's suggestions. PCR amplification of an approximately 630 base pair (bp) fragment of the COI barcode sequence was done with the primer pair HybLCO/Nancy or in the case of fragmented DNA with the primer pairs HybLCO/K699 and Ron/Nancy, respectively (Polmer et al. 1994; Mitchell et al. 2005; Simon et al. 1994 ). The sequences were amplified with BIO-X-ACT Short DNA polymerase (Bioline). The PCR program for BIO-X-ACT Short DNA polymerase corresponds to the manufacturer's guidelines in conjunction with the respective primer annealing temperature of 48°C. The PCR products were checked for amplification success via gel electrophoresis on a 1% agarose gel, subsequent staining with GelRed, and final examination under UV light. The PCR products were cleaned with ExoSAP-lT (USB Corporation). The sequence PCR was performed with BigDye Terminator v3. 1 Cycle Sequencing Kit (Applied Biosystems). After final sodium acetate-ethanol clean-up of the samples, sequencing was carried out on a 3130 Genetic Analyzer (Applied Biosystems). A Mastercycler ep gradient S (Eppendorf) was used for PCR amplifications, ExoSAP-lT clean-up and sequence PCR.
Sequence alignment was carried out manually with PhyDE 0.9971 (Müller et al. 2008) . Calculation of the genetic distances as well as of the dendrogram using the Neighbor-Joining (NJ) method (Saitou & Nei 1987; Studier & Keppler 1988) were performed under the uncorrected-p (uncorr-p) model (Srivathsan & Meier 2012) in PAUP* 4.0b 10 (Swofford 2002) . Ochromolopis kaszabi was included in the analysis as an outgroup and for comparison of the genetic distances of the two investigated taxa to a more distantly related species.
Distribution mapping
In order to examine the distributional pattern of Ochromolopis ictella and O. zagulajevi, collection localities were compiled from labels of studied specimens and from literature. 
Results

Redescription of morphology
The two taxa do not differ in superficial appearance (see Fig. 1 According to Budashkin & Sachkov (1991) , O. zagulajevi has an area of numerous strongly sclerotized comuti in the phallus within the posterior half of the vesica (Fig. 12 ). We found that. due to the posteriad evertability of the vesica, the position of the comuti may vary between different genital dissections. Characteristic for zagulajevi is the large quantity of comuti.
In most cases the comuti are in a more or less compact cluster, concentrated in the proximal fourth of the phallus, but in some cases the area of comuti in the vesica covers the secondto third-fourth of the phallus length. The vesica of ictella also exhibits minute comuti, but their number is mostly smaller, and they are not arranged as compactly as in zagulajevi (Fig. 4 ).
The shape of the narrow socii allow^s for an easier differentiation. In zagulajevi the socii have a dorsally attached lobe-shaped process at half of their length, which varies in size and shape . In contrast, in ictella this process is thorn-or hook-shaped and has a pointed tip, and is also variable in size and shape . The shape of the costal arm of the valva, which is nearly as long as the valva itself, is variable in both taxa. However, the costal arm appears to be more compact in ictella than in zagulajevi. The female genitalia of the two taxa also exhibit some structural differences: in O. zagulajevi, the posterior part of ductus bursae is more strongly sclerotized, but sometimes the posterior sclerotization of the ductus is not developed (compare Figs 31 and 32) ; the median part is wrinkled and covered with numerous minute semicircular sclerotizations. In contrast, O. ictella lacks strong sclerotization in the posterior ductus bursae and the wrinkles at the median part are weakly developed and have minute sclerotizations (Fig. 30) .
In order to evaluate the significance of the investigated morphological characters for defining the taxonomic status of the two taxa it was deemed important to include a third taxon into the treatment, Ochromolopis kaszabi Figs 33 and 36 ). The costal arm of the valva is about two thirds of the valval length and has a forked distal end with a short ventral branch and a longer costal branch with pointed tip, directed more or less obliquely upwards, edges of the two branches with minute pointed thorns. The shape of the costal arm is variable (see Figs 37-38). Female genitalia (according to the description in Budashkin & Sachkov 1991: figs 3, 4) are characterised by the ductus bursae lacking strong sclerotization, but with strongly sclerotized sternal segments.
Molecular results
The barcode sequences length was 591-658 bp (see Table 1 ). No indels have been observed in any of the sequences. All obtained barcode sequences have been submitted to GenBank (for accession numbers see Table 1 ).
In the NJ analysis we obtained two clusters comprising 6 and 7 samples, respectively (Fig.   39 ). The two clusters do not correspond to the two taxa. Rather, in one cluster there are two Ochromolopis ictella and five O. zagulajevi specimens, and in the other cluster there are two O. ictella and four O. zagulajevi specimens. In O. zagulajevi we observed two cases in which specimens from the same locality and period of collection are not found in the same Barcode cluster: 1) Lepl075 versus Lepl074 (Italy, Mt. Pollino) and 2) Lepl076 & Lepl079 versus Lepl077 (Bulgaria, Ilindentsi).
Intraspecific divergences within ictella range from 0. 1 68% to 1 .672% and in zagulajevi from 0% to 1 .359% (see Table 2 ). Interspecific uncorr-p divergences between ictella and zagulajevi |- 
Discussion
The comparison of genital morphology between the two species reveals broad concordance of the investigated structures. Only one differing feature was found between O. ictella and O. zagulajevi, namely the shape of the socii within male genitalia. The divergence in genital morphology is evidently larger between O. kaszabi and the O. ictella-zagulajevi complex than between ictella and zagulajevi.
The analysis of DNA Barcodes reveals that the range of interspecific Barcode divergence between ictella and zagulajevi (0-1.528%) is within the range of intraspecific divergence of 0. 1 68-1 .672% in ictella and 0-1 .359%) in zagulajevi. This suggests that it is possible that these two taxa might actually represent one somewhat variable species. However, the finding of one constant morphological difference in the male genitalia between ictella and zagulajevi and the sympatric occurrence of both taxa on the Balkan peninsula imply the validity of their species Until further molecular work with much greater specimen sampling, focusing on establishing reasons behind the two DNA barcoding clusters (e.g., incomplete lineage sorting; Funk & Omland 2003) , can provide more data on the status of the two species, we recommend no change in their taxonomic status. Future work should also aim to infer a more accurate distribution border between these two taxa in Europe, especially in the areas of Central Italy southwards, of the Balkan Peninsula and from Slovenia and Hungary eastwards.
